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Data S1. Phylogenetic trees.
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Data S1A. Phylogenetic relationships of CMP-Kdo synthetase proteins from M. viride and
other evolutionarily representative species. The M. viride sequences were highlighted by
triangles. Numbers on the major branches indicate bootstrap values (> 50%) in 1,000
replicates.
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Data S1B. Phylogenetic relationships of Kdo transferase proteins from M. viride and other
evolutionarily representative species. The M. viride sequences were highlighted by triangles.
Numbers on the major branches indicate bootstrap values (> 50%) in 1,000 replicates.
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Data S1C. Phylogenetic relationships of Kdo-8-phosphate (Kdo-8-p) synthase proteins from
M. viride and other evolutionarily representative species. The M. viride sequences were
highlighted by triangles. Numbers on the major branches indicate bootstrap values (> 50%) in
1,000 replicates.
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Data S1D. Phylogenetic relationships of CMP-Kdo transporter proteins from M. viride and
other evolutionarily representative species. The M. viride sequences were highlighted by
triangles. Numbers on the major branches indicate bootstrap values (> 50%) in 1,000
replicates.
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Data S1E. Phylogenetic relationships of R2R3-MYB TFs. The R2R3-MYB neighbor-joining
(NJ) phylogenetic tree includes representative sequences from previously identified 73
subfamilies and 95 non-plant orphan genes based on 50 eukaryotes,1; and all R2R3-MYB
proteins from K. nitens, M. polymorpha, and M. viride. The subfamily names and related

functions were indicated. The three shows that M. viride proteins (Mv2R-MYB1-3) belong to
the subfamilies of S28, S68 and one yet-to-be defined subfamily, respectively.
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Data S1F. Phylogenetic relationships of basic helix-loop-helix (0 HLH) TFs from M. viride
and 10 evolutionarily representative species. The M. viride sequences were highlighted by

triangles. Numbers on the major branches indicate bootstrap values (> 50%) in 1,000
replicates. The classification/clade was named according to a previous study.[2]
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Data S1G. Phylogenetic relationships of APETALA 2/ERE binding factor (AP2/ERF) TFs from M.
viride and 10 evolutionarily representative species. The M. viride sequences were highlighted by
triangles. Numbers on the major branches indicate bootstrap values (> 50%) in 1,000 replicates. The
classification/clade was named based on previous studies.[3-6]
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Data S1H. Phylogenetic relationships of GARP TFs from M. viride and 10 evolutionarily
representative species. The M. viride sequences were highlighted by triangles. Numbers on
the major branches indicate bootstrap values (> 50%) in 1,000 replicates. The
classification/clade was named based on a previous study.[7
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Data S11. Phylogenetic relationships of Basic Leucine Zipper (bZIP) TFs from M. viride and
10 evolutionarily representative species. The M. viride sequences were highlighted by
triangles. Numbers on the major branches indicate bootstrap values (> 50%) in 1,000
replicates. The classification/clade was named based on previous studies.s-9]
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Data S1J. Phylogenetic relationships of B3 TFs from M. viride and 10 evolutionarily
representative species. The M. viride sequences were highlighted by triangles. Numbers on
the major branches indicate bootstrap values (> 50%) in 1,000 replicates. The
classification/clade was named based on previous studies.[10-12]
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Data S1K. Phylogenetic relationships of alfinl-like TFs from M. viride and 10 evolutionarily
representative species. The M. viride sequence was highlighted by a triangle. Numbers on the
major branches indicate bootstrap values (> 50%) in 1,000 replicates.
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Data S1L. Phylogenetic relationships of E2 factor (E2F) TFs from M. viride and 10
evolutionarily representative species. The M. viride sequences were highlighted by triangles.
Numbers on the major branches indicate bootstrap values (> 50%) in 1,000 replicates. The
classification/clade was named based on previous studies.[13-14]
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Data S1IN. Phylogenetic relationships of TOPLESS (TPL) proteins from M. viride and other
evolutionarily representative species. The M. viride sequence was highlighted by a triangle.
Numbers on the major branches indicate bootstrap values (> 50%) in 1,000 replicates.

25



WILEY-VCH

100 AT1G70940.1/PIN3

AT1G23080.1/PIN7

AT2G01420.1/PIN4

evm 27.model. AmTrv1.0 scaffold00024.330
MA 100472g0010 —— Charophyte
evm 27.model. AmTrv1.0 scaffold00010.98

evm 27.model. AmTrv1.0 scaffold00101.123
AT1G73590.1/PIN1 —— Lycophyte
LOC 0s02g50960.1

—— Bryophyte

—— Gymnosperm
LOC Os06g12610.1
MA69724g0010 = Basal angiosperm
MA61553g0010 s
LOC Os12g04000.1
LOC 0s11g04190.1 — Eudicot

evm 27.model. AmTrv1.0 scaffold00019.408
LOC Os06g44970.1
AT5G57090.1/PIN2
LOC Os05g50140.2
LOC Os01g45550.1
evm 27.model AmTrv1.0 scaffold00013.203
AT1G77110.1/PIN6
100 Pp3c24 2970V3.1.p
100 Pp3c23 10200V3.1.p
— Pp3c10 24880V3.1.p
Mapoly0089s0050.1.p
99301
234325
102666
119024
231064
268490
i{ LOC Os01g51780.1
AT5G15100.1/PIN8
99 evm 27.model. AmTrv1.0 scaffold00038.33
52 96 {evm 27.model AmTrv1.0 scaffold00038.32
29 evm 27.model. AmTrv1.0 scaffold00038.35
_' 100 ——— evm 27.model. AmTr v1.0 scaffold00038.39
L— evm 27.model. AmTrv1.0 scaffold00038.38
LOC Os11g02950.1

PIN

62

93

82 99 LOC 0s09g32770.1

79 LOC Os08g41720.1

59 evm 27.model. AmTrv1.0 scaffold00013.199
89 LOC 0s01969070.1

AT5G16530.1/PIN5S

LOC Os01g58860.1

kfl00071 0010 v1.1

- Pp3c14 8850V3.1.p
i A MV05498RA
A J Mapoly0027s0112.1.p
l 100 Mapoly0053s0108.1.p
98 Mapoly0027s0111.1.p
L Mapoly0027s0108.1.p
et
0.05

Data S10. Phylogenetic relationships of PIN-FORMED (PIN) proteins from M. viride and
other evolutionarily representative species. The M. viride sequence was highlighted by a
triangle. Numbers on the major branches indicate bootstrap values (> 50%) in 1,000
replicates.
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Data S1P. Phylogenetic relationships of INDOLE-3-BUTYRIC ACID RESPONSE (IBR)
proteins from M. viride and other evolutionarily representative species. The M. viride
sequence was highlighted by a triangle. Numbers on the major branches indicate bootstrap
values (> 50%) in 1,000 replicates.
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Data S1Q. Phylogenetic relationships of IAA-LEUCINE RESISTANT (ILR) proteins from
M. viride and other evolutionarily representative species. The M. viride sequences were
highlighted by triangles. Numbers on the major branches indicate bootstrap values (> 50%) in
1,000 replicates.
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Data S1R. Phylogenetic relationships of AMIDASEAL (AMI1) proteins from M. viride and
other evolutionarily representative species. The M. viride sequences were highlighted by
triangles. Numbers on the major branches indicate bootstrap values (> 50%) in 1,000

replicates.
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Data S1S. Phylogenetic relationships of IAA-CONJUGATE-RESISTANT (IAR) proteins
from M. viride and other evolutionarily representative species. The M. viride sequences were
highlighted by triangles. Numbers on the major branches indicate bootstrap values (> 50%) in
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Data S1U. Phylogenetic relationships of SNF1-RELATED PROTEIN KINASE (SnRK)
proteins from M. viride and other evolutionarily representative species. The M. viride
sequences were highlighted by triangles. Numbers on the major branches indicate bootstrap
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Data S1W. Phylogenetic relationships of ETHYLENE INSENSITIVE2 (EIN2) proteins from
M. viride and other evolutionarily representative species. The M. viride sequences were
highlighted by triangles. Numbers on the major branches indicate bootstrap values (> 50%) in

1,000 replicates.
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Data S1X. Phylogenetic relationships of TRITHORAX-LIKE PROTEIN (ATX) proteins
from M. viride and other evolutionarily representative species. The M. viride sequences were
highlighted by triangles. Numbers on the major branches indicate bootstrap values (> 50%) in
1,000 replicates.
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Data S1Y. Phylogenetic relationships of FERTILIZATION-INDEPENDENT ENDOSPERM
(FIE) proteins from M. viride and other evolutionarily representative species. The M. viride
sequences were highlighted by triangles. Numbers on the major branches indicate bootstrap
values (> 50%) in 1,000 replicates.
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Data S1Z. Phylogenetic relationships of HISTONE ACETYLTRANSFERASE OF THE
CBP FAMILY (HAC) proteins from M. viride and other evolutionarily representative
species. The M. viride sequence was highlighted by a triangle. Numbers on the major
branches indicate bootstrap values (> 50%) in 1,000 replicates.
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Data S1AA. Phylogenetic relationships of HISTONE ACETYLTRANSFERASE OF THE
GNAT FAMILY 1 (HAGL1) proteins from M. viride and other evolutionarily representative

species. The M. viride sequences were highlighted by triangles. Numbers on the major

branches indicate bootstrap values (> 50%) in 1,000 replicates.
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Data S1AB. Phylogenetic relationships of HISTONE ACETYLTRANSFERASE OF THE
MYST FAMILY (HAM) proteins from M. viride and other evolutionarily representative
species. The M. viride sequences were highlighted by triangles. Numbers on the major
branches indicate bootstrap values (> 50%) in 1,000 replicates.
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Data S1AC. Phylogenetic relationships of HISTONE MONO-UBIQUITINATION (HUB)
proteins from M. viride and other evolutionarily representative species. The M. viride

sequences were highlighted by triangles. Numbers on the major branches indicate bootstrap
values (> 50%) in 1,000 replicates.
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Data S1AD. Phylogenetic relationships of UBIQUITIN-SPECIFIC PROTEASE (also called
SUP) proteins from M. viride and other evolutionarily representative species. The M. viride
sequences were highlighted by triangles. Numbers on the major branches indicate bootstrap
values (> 50%) in 1,000 replicates.
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Data S1AE. Phylogenetic relationships of PROTEIN ARGININE
METHYLTRANSFERASE (PRMT) proteins from M. viride and other evolutionarily
representative species. The M. viride sequences were highlighted by triangles. Numbers on
the major branches indicate bootstrap values (> 50%) in 1,000 replicates.
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Data S1AF. Phylogenetic relationships of FLOWERING LOCUS D (FLD) proteins from M.
viride and other evolutionarily representative species. The M. viride sequence was
highlighted by a triangle. Numbers on the major branches indicate bootstrap values (> 50%)

in 1,000 replicates.
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Data S1AG. Phylogenetic relationships of MULTICOPY SUPRESSOR OF IRA (MSI)
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Data S1AH. Phylogenetic relationships of UBIQUITIN-CONJUGATING ENZYME (UBC)
proteins from M. viride and other evolutionarily representative species. The M. viride
sequences were highlighted by triangles. Numbers on the major branches indicate bootstrap
values (> 50%) in 1,000 replicates.
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Data S1Al. Phylogenetic relationships of FLOWERING CONTROL LOCUS A (FCA)
proteins from M. viride and other evolutionarily representative species. The M. viride
sequence was highlighted by a triangle. Numbers on the major branches indicate bootstrap
values (> 50%) in 1,000 replicates.
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Data S1AJ. Phylogenetic relationships of FPA proteins from M. viride and other
evolutionarily representative species. The M. viride sequence was highlighted by a triangle.
Numbers on the major branches indicate bootstrap values (> 50%) in 1,000 replicates.
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Data S1AK. Phylogenetic relationships of DAWDLE (DDL) proteins from M. viride and
other evolutionarily representative species. The M. viride sequences were highlighted by
triangles. Numbers on the major branches indicate bootstrap values (> 50%) in 1,000

replicates.
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Data S1AL. Phylogenetic relationships of ZINC-FINGER AND OCRE DOMAIN-
CONTAINING PROTEIN 1 (ZOP1) proteins from M. viride and other evolutionarily
representative species. The M. viride sequence was highlighted by a triangle. Numbers on the
major branches indicate bootstrap values (> 50%) in 1,000 replicates.
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Data SIAM. Phylogenetic relationships of VARIANT IN METHYLATION (VIM) proteins
from M. viride and other evolutionarily representative species. The M. viride sequence was
highlighted by a triangle. Numbers on the major branches indicate bootstrap values (> 50%)
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Data S1AO. Phylogenetic relationships of METHYLENETETRAHYDROFOLATE
DEHYDROGENASE (MTHFD) proteins from M. viride and other evolutionarily
representative species. The M. viride sequences were highlighted by triangles. Numbers on
the major branches indicate bootstrap values (> 50%) in 1,000 replicates.
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Data S1AP. Phylogenetic relationships of CHROMOMETHYLASE/DNA
METHYLTRANSFERASE (CMT/DMT) proteins from M. viride and other evolutionarily
representative species. The M. viride sequences were highlighted by triangles. Numbers on
the major branches indicate bootstrap values (> 50%) in 1,000 replicates.
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Data S1AQ. Phylogenetic relationships of DICER-LIKE (DCL) proteins from M. viride and
other evolutionarily representative species. The M. viride sequence was highlighted by a
triangle. Numbers on the major branches indicate bootstrap values (> 50%) in 1,000

replicates.
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Data S1AR. Phylogenetic relationships of HISTONE DEACETYLASE (HD) proteins from
M. viride and other evolutionarily representative species. The M. viride sequences were
highlighted by triangles. Numbers on the major branches indicate bootstrap values (> 50%) in

1,000 replicates.
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Data S1AS. Phylogenetic relationships of SET DOMAIN PROTEIN (SDG) proteins from M.
viride and other evolutionarily representative species. The M. viride sequences were
highlighted by triangles. Numbers on the major branches indicate bootstrap values (> 50%) in

1,000 replicates.
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Data S1AT. Phylogenetic relationships of HOMOGENTISATE PRENYLTRANSFERASE
(HST) proteins from M. viride and other evolutionarily representative species. The M. viride
sequences were highlighted by triangles. Numbers on the major branches indicate bootstrap
values (> 50%) in 1,000 replicates.

58



84 110151
100 [1 446086
109987
232189
Mapoly0001s0149.1.p
Pp3c17 16550V3.8.p
Pp3c135770V3.7 p
Pp3c24060V3.8.p

88
95
90

evm 27.model. AmTr v1.0 scaffold00044.24
m 18377g0010
MA 59490010
55099 AT5G43810.1/AGO10
97| | LOCO0s06g39640.1

| evm 27.model AmTr v1.0 scaffold00122.61
100 {:- evm 27.model. AmTr v1.0 scaffold00002.566
AT1G48410.1/AGO1
{ 100 E LOC 0s02g45070.1
81 LOC Os04g47870.1
100 LOC 0s02g58490.1
—_— LOC 0s06g51310.2
i LOC 0s02g07310.1
100 evm 27.model AmTr v1.0 scaffold00002.501
_: evm 27.model AmTr v1.0 scaffold00024.271
AT2G27880.1/AGO5
LOC 0s03g47820.1
83 LOC 0s03g47830.1
99 LOC 0s03g58600.1
LOC 0s07g09020.1
kfl00085 0250 v1.1
90 kfl00452 0030 v1.1
LOC 0s07g28850.1
evm 27.model AmTr v1.0 scaffold00169.41
98227
kfl00001 0480 v1.1

kfl00480 0020 v1.1
A MW09951-RA

A Mv14966-RA
A Mv05968-RA
A Mv19718-RA
kfl00272 0160 v1.1

100

kflo0064 0170 v1.1

100

100

82

98] 100

72 AT1G69440.1/AGO7
MA161177g0010
98 evm 27.model. AmTr v1.0 scaffold00058.31
LOC 0s03g33650.1
evm 27.model AmTr v1.0 scaffold00032.76
MA 1274690010
MA31624g0010

100 AT1G31280.1/AGO2
—:Aneamo.w\eoa
82 100 LOC Os04g52540.1

{ LOC 0s04g52550.1
100 Pp3c189600V3.9.p
Pp3¢1920670V3.8.p
Pp3c4 26780V3.1.p
Pp3c9 18080V3.1.p
Mapoly0045s0024.1.p

Mapoly0063s0058.1.p
Mapoly0065s0059.1.p

100

99227

63

MA 1445790020
AT2G32940.1/AG06
LOC Os01g16860.1
98 AT5G21150.1/AGO9
92 AT5G21030.1/PAZ
= AT2G27040.2/AGO4
100 LOCOs01g16870.3
LOC Os04g06770.2
LOC 0s02g40280.1

MA 1042700590010

60551
86 Mv13532RA
Mv19275RA

WILEY-VCH

Chlorophyte
Charophyte
Bryophyte
Lycophyte

Gymnosperm

AGO

Basal angiosperm
Monocot
Eudicot



WILEY-VCH

Data S1AU. Phylogenetic relationships of ARGONAUTE (AGO) proteins from M. viride
and other evolutionarily representative species. The M. viride sequences were highlighted by
triangles. Numbers on the major branches indicate bootstrap values (> 50%) in 1,000

replicates.
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Data S1AV. Phylogenetic relationships of ABA HYPERSENSITIVE 1 (ABH1) proteins
from M. viride and other evolutionarily representative species. The M. viride sequence was
highlighted by a triangle. Numbers on the major branches indicate bootstrap values (> 50%)
in 1,000 replicates.
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Data SIAW. Phylogenetic relationships of NUCLEOLIN-LIKE (NUCL) proteins from M.
viride and other evolutionarily representative species. The M. viride sequence was
highlighted by a triangle. Numbers on the major branches indicate bootstrap values (> 50%)
in 1,000 replicates.
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Data S1AX. Phylogenetic relationships of EARLY IN SHORT DAYS 7 (ESD7 or TIL)
proteins from M. viride and other evolutionarily representative species. The M. viride
sequence was highlighted by a triangle. Numbers on the major branches indicate bootstrap
values (> 50%) in 1,000 replicates.

63



WILEY-VCH

75 AT5G64000.1/ATSAL2/SAL2
100 AT5G09290.1
86 100 | AT5G63990.1
L AT5G63990.2
o2 AT5G63980.1/SAL1/FRY1
63 100 LOC Os12g08280.1
96 [ LOC 0s12g08270.1 SALL/FRY1
evm 27.model. AmTr v1.0 scaffold00017.281
99 MA 104345440010 s lwoigis
kflo0096 0240 v1.1
—— Bryophyte
67|_‘ —— Lycophyte
: —— Gymnosperm
A Mv14548-RA
100 ——— Basal angiosperm
—— Monocot
kfl00266 0110 v1.1 — Elhical
91 AT5G54390.1/AHL/ATAHL/HL
100 87 ld evm 27.model AmTr v1.0 scaffold00003.350
LOC 0s02g56170.1
99 100 MA 34855490010 AHUATARL/HL
MA 1051490020
71 MA 1043390590010
81 111780
P
0.05

Data S1AY. Phylogenetic relationships of SAL1 proteins from M. viride and other
evolutionarily representative species. The M. viride sequence was highlighted by a triangle.
Numbers on the major branches indicate bootstrap values (> 50%) in 1,000 replicates.
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Data S1AZ. Phylogenetic relationships of TRNA MODIFICATION (TRM) proteins from M.
viride and other evolutionarily representative species. The M. viride sequences were
highlighted by triangles. Numbers on the major branches indicate bootstrap values (> 50%) in

1,000 replicates.
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Data S1BA. Phylogenetic relationships of DEFORMED ROOTS AND LEAVES 1 (DRL1)
proteins from M. viride and other evolutionarily representative species. The M. viride
sequence was highlighted by a triangle. Numbers on the major branches indicate bootstrap
values (> 50%) in 1,000 replicates.
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Data S1BB. Phylogenetic relationships of SPO11 proteins from M. viride and other
evolutionarily representative species. The M. viride sequence was highlighted by a triangle.
Numbers on the major branches indicate bootstrap values (> 50%) in 1,000 replicates.
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Data S1BC. Phylogenetic relationships of HOP1 proteins from M. viride and other
evolutionarily representative species. The M. viride sequence was highlighted by a triangle.
Numbers on the major branches indicate bootstrap values (> 50%) in 1,000 replicates.
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Data S1BD. Phylogenetic relationships of HOP2 proteins from M. viride and other
evolutionarily representative species. The M. viride sequence was highlighted by a triangle.
Numbers on the major branches indicate bootstrap values (> 50%) in 1,000 replicates.
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Data S1BE. Phylogenetic relationships of meiotic nuclear division protein 1 (MND1)
proteins from M. viride and other evolutionarily representative species. The M. viride
sequence was highlighted by a triangle. Numbers on the major branches indicate bootstrap
values (> 50%) in 1,000 replicates.
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Data S1BF. Phylogenetic relationships of REC8 proteins from M. viride and other
evolutionarily representative species. The M. viride sequence was highlighted by a triangle.
Numbers on the major branches indicate bootstrap values (> 50%) in 1,000 replicates.
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Data S1BG. Phylogenetic relationships of DMC1 proteins from M. viride and other
evolutionarily representative species. The M. viride sequence was highlighted by a triangle.
Numbers on the major branches indicate bootstrap values (> 50%) in 1,000 replicates.
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Data S1BH. Phylogenetic relationships of MutS protein homolog 4 (MSH4) proteins from
M. viride and other evolutionarily representative species. The M. viride sequence was

highlighted by a triangle. Numbers on the major branches indicate bootstrap values (> 50%)
in 1,000 replicates.
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Data S1BI. Phylogenetic relationships of PHOSPHOENOLPYRUVATE CARBOXYLASE
(PPC) proteins from M. viride and other evolutionarily representative species. The M. viride
sequences were highlighted by triangles. Numbers on the major branches indicate bootstrap

values (> 50%) in 1,000 replicates.
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Data S1BJ. Phylogenetic relationships of MALATE DEHYDROGENASE (MDH) proteins
from M. viride and other evolutionarily representative species. The M. viride sequences were
highlighted by triangles. Numbers on the major branches indicate bootstrap values (> 50%) in
1,000 replicates.
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Data S1BK. Phylogenetic relationships of PYRUVATE ORTHOPHOSPHATE DIKINASE
(PPDK) proteins from M. viride and other evolutionarily representative species. The M.
viride sequence was highlighted by a triangle. Numbers on the major branches indicate
bootstrap values (> 50%) in 1,000 replicates.
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Data S1BL. Phylogenetic relationships of MALIC ENZYME 2 (me2) proteins from M.
viride and other evolutionarily representative species. The M. viride sequence was
highlighted by a triangle. Numbers on the major branches indicate bootstrap values (> 50%)
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Data S1BM. Phylogenetic relationships of ADP GLUCOSE PYROPHOSPHORYLASE
(ADG) proteins from M. viride and other evolutionarily representative species. The M. viride
sequence was highlighted by a triangle. Numbers on the major branches indicate bootstrap
values (> 50%) in 1,000 replicates.
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Data S1BN. Phylogenetic relationships of ASPARTATE AMINOTRANSFERASE (ASP)
proteins from M. viride and other evolutionarily representative species. The M. viride
sequences were highlighted by triangles. Numbers on the major branches indicate bootstrap
values (> 50%) in 1,000 replicates.
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Data S1BO. Phylogenetic relationships of CRYPTOCHROME (CRY) proteins from M.
viride and other evolutionarily representative species. The M. viride sequence was
highlighted by a triangle. Numbers on the major branches indicate bootstrap values (> 50%)
in 1,000 replicates.
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Data S1BP. Phylogenetic relationships of DTC proteins from M. viride and other
evolutionarily representative species. The M. viride sequence was highlighted by a triangle.
Numbers on the major branches indicate bootstrap values (> 50%) in 1,000 replicates.
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Data S1BQ. Phylogenetic relationships of FTSH proteins from M. viride and other
evolutionarily representative species. The M. viride sequence was highlighted by a triangle.
Numbers on the major branches indicate bootstrap values (> 50%) in 1,000 replicates.
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84



53

WILEY-VCH

69 evm 27.model. AmTr v1.0 scaffold00025.342
lr{ MA 2138590010
86 AT1G16720.1/HCF173
100 [ LOC Os06g49120.1 —— Charophyte
LOC 0s02g04510.1 Bryophyte
MA937923g0010 —— Lycophyte
89 183274 —— Gymnosperm
i . w - iz —— Basal angiosperm
— R

kfl00139 0220 v1.1

A Mv13914-RA

100

0.05

Data S1BS. Phylogenetic relationships of HIGH CHLOROPHYLL FLUORESCENCE
PHENOTYPE 173 (HCF173) proteins from M. viride and other evolutionarily representative
species. The M. viride sequence was highlighted by a triangle. Numbers on the major
branches indicate bootstrap values (> 50%) in 1,000 replicates.

85



99 | MA 12414090010

MA 6305820010

evm 27.model AmTr v1.0 scaffold00071.92
AT4G24280.1/Hsp70-6
AT5G49910.1/HspT0-7
LOC0s05¢23740.1

LOC 0s12914070.1

Mapoly0110s0012.1

P 5240v3.1
e kfi00460 0030 v1.1
230659

A MvIT984-RA

- Pplcd
e KfI00440 0020 ¥1.1
99 —————————————————kfi00190 0180 v1.1
99 Y

A MVIT426.RA

DnaK Subfamily

MA 10196490010
% MA79699g0010
ATAG37910.1Hsp70-9

A Mv12302-RA

Mv13609-RA
——— [ Mv13587-RA
A MVI3607-RA

A Mv13608-RA

LOC 0s08909770.1

LOC0s05¢35400.1

LOC030530480.1
LOCOs01933360.1

AT1G08080.1/Hsp70-13
LOC 0s03g50250.1
81 3

A MVI1101-RA

Pp3c
k00416 0100 v1.1

99 evm 27.model AmTr v1.0 scaffold02709.1
evm 27.model AmTr v1.0 scaffold00029.279
evm 27.model AmTr v1.0 scaffold00002.54

440800

Mapoly0031s0144 1

MA 535390010

evm 27.model AmTr v1.0 scaffold00008.363
LOC0s02g02410.1

99 - AT5G28540.1/Hsp70-11

AT5G42020.1Hsp70-12

65

Charophyte
Bryophyte
Lycophyte
Gymnosperm
Basal angiosperm
Monocot

Eudicot

LOC 0s0148430.1

A Mv15805-RA
LOC 0s12¢38180.1
83 MA 104365440020
99 [MAG:HBSMQODID
MA 090010
86 MA 1042742890010
MA 95152790010

LOC 0s1108470.1
LOCOs11g08440.1
LOCOs11g08460.1

- LOCOs03g16680.1
KfI00220 0085 v1.1

93 ﬁ A Mv22740-RA
99

A WO01509-RA
A MV02773-RA
A Mv0D5888-RA
99 )

443126
MA817408g0010

93 MA53567g0010
ot MA 24047690010
E MA 1237530010

MA 4437280010
MA 1886090010

51 MA 3435190010
s MA 10435101g0010
LOC 05039169201
7 — LOCOs05938530.1
L Locos01ge2290.1

AT5G02490.1Hsp70-2
AT1G56410.1/Hsp70-18
99 1446858

99 |
A MV08456-RA
99 Kf00582 0020 v1.1
- ]—:moew 0010 v1.1
232884
99 MA 1043603390010
99 evm 27 model AmTr v1.0 scaffold00103.6
e AT2G32120.1/Hsp70-8

LOCOs03g11910.1
LOC 0s06910990.1

29
iﬁ—wcwwmm-

99

LOCOs12905760.1

67 AT4G16680.1/Hsp70-17
99
81 - LOCOs02g48110.1

% Mapoiy000:

99 Pplctd
102691
k00591 0055 v1.1

99 99

A MV00554-RA
99— — 29

A MV05012-RA
evm 27 model AmTrv1.0 scaffold00062.163
AT1G11660.1Hsp70-18

Loco 1
440676
KA100548 0120 v1.1
AT1G79930.1/Hsp70-14
AT1G79920.1/Hsp70-15
evm 27.model AmTr v1.0 scaffold00078.198
LOC 0s01g08560.1
LOC 0s05g08840.1

MA 90010
Mapoly00160078 1

MA 104307330010

0.08

DnaK Subfammly

evm 27.model. AmTr v1.0 scaffold00155.16

SSESubfamily

Data S1BT. Phylogenetic relationships of heat shock protein 70 (HSP70) proteins from M.
viride and other evolutionarily representative species. The M. viride sequences were
highlighted by triangles. Numbers on the major branches indicate bootstrap values (> 50%) in

1,000 replicates.
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Data S1BU. Phylogenetic relationships of heat shock protein 90 (HSP90) proteins from M.
viride and other evolutionarily representative species. The M. viride sequences were
highlighted by triangles. Numbers on the major branches indicate bootstrap values (> 50%) in

1,000 replicates.
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Data S1BV. Phylogenetic relationships of heat shock protein 100 (HSP100) proteins from M.
viride and other evolutionarily representative species. The M. viride sequences were
highlighted by triangles. Numbers on the major branches indicate bootstrap values (> 50%) in
1,000 replicates.
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